. Data mining workflow. Schematic representation of the strategy used for taxonomic and functional analyses combining metagenomic (16S rRNA amplicon and shotgun approaches) and metatranscriptomic datasets. See Methods for detailed information. Relative abundance of bacteria at phylum level was assigned from 16S rRNA amplicon (A) and shotgun (S) sequencing datasets from ZC4 samples using RDP classifier and MG-RAST (M5NR) database, respectively. Only phyla with relative abundance >1% are shown. Unassigned reads for 16S (7-30%) and for shotgun (10.2-15.2%) were excluded. Samples are referred to by the letter D followed by the collection day. Asterisk indicates one day after the turning procedure. Figure S4 . Taxonomic assignment of bacterial phyla during ZC3 composting process. Relative abundance of bacteria at phylum level was assigned from 16S rRNA amplicon (A) and shotgun (S) sequencing datasets from ZC3 samples using RDP classifier and MG-RAST (M5NR) database, respectively. Only phyla with relative abundance >1% are shown. Unassigned reads for 16S (16-29%) and for shotgun (8.5-13.2%) were excluded. Samples are referred to by the letter D followed by the collection day. Asterisk indicates one day before the turning procedure. Figure S5 . Taxonomic assignment of bacterial order during ZC3 composting process. Relative abundance of bacteria at order level was assigned from 16S rRNA amplicon (A) and shotgun (S) sequencing datasets from ZC3 samples using RDP classifier and MG-RAST (M5NR) database, respectively. Only orders with relative abundance >1% are shown. Unassigned reads for 16S (16-29%) and for shotgun (8.2-12.9%) were excluded. Samples are referred to by the letter D followed by the collection day. Asterisk indicates one day before the turning procedure. Figure S10. Number of RNA reads that were mapped to DNA contigs in each sample. Each graph is a histogram, and each bin shows the number of reads that were mapped at a given threshold of identity. The vast majority of RNA reads could be mapped at the 95% level or higher. Samples are referred to by the letter D followed by the collection day. 
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